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210> SEQ ID NO 1 
211> LENGTH: 4527 
212> TYPE: DNA 

213> ORGANISM: Artificial Sequence 
2 2 0> FEATURE: 

223> OTHER INFORMATION: Description of Artificial Sequence: EF-Tu-GFP-His 

of vector pEGFP 
4 0 0> SEQUENCE: 1 

agcgcccaat acgcaaaccg cctctccccg cgcgttggcc gattcattaa tgcagctggc 60 

acgacaggtt tcccgactgg aaagcgggca gtgagcgcaa cgcaattaat gtgagttagc 120 

tcactcatta ggcaccccag gctttacact ttatgcttcc ggctcgtatg ttgtgtggaa 180 

ttgtgagcgg ataacaattt cacacaggaa acagctatga ccatgattac gccaagcttg 240 

catgcctgca gcatgtctaa agaaaaattt gaacgtacaa aaccgcacgt taacgttggt 300 

actatcggcc acgttgacca cggtaaaact actctgaccg ctgcaatcac caccgtactg 360 

gctaaaacct acggcggtgc tgctcgtgca ttcgaccaga tcgataacgc gccggaagaa 420 

aaagctcgtg gtatcaccat caacacttct cacgttgaat acgacacccc gacccgtcac 480 

tacgcacacg tagactgccc ggggcacgcc gactatgtta aaaacatgat caccggtgct 54 0 

gctcagatgg acggcgcgat cctggtagtt gctgcgactg acggcccgat gccgcagact 600 

cgtgagcaca tcctgctggg tcgtcaggta ggcgttccgt acatcatcgt gttcctgaac 660 

aaatgcgaca tggttgatga cgaagagctg ctggaactgg ttgaaatgga agttcgtgaa 720 

cttctgtctc agtacgactt cccgggcgac gacactccga tcgttcgtgg ttctgctctg 780 

aaagcgctgg aaggcgacgc agagtgggaa gcgaaaatcc tggaactggc tggcttcctg 840 

gattcttata ttccggaacc agagcgtgcg attgacaagc cgttcctgct gccgatcgaa 900 

gacgtattct ccatctccgg tcgtggtacc gttgttaccg gtcgtgtaga acgcggtatc 960 

atcaaagttg gtgaagaagt tgaaatcgtt ggtatcaaag agactcagaa gtctacctgt 1020 

actggcgttg aaatgttccg caaactgctg gacgaaggcc gtgctggtga gaacgtaggt 1080 

gttctgctgc gtggtatcaa acgtgaagaa atcgaacgtg gtcaggtact ggctaagccg 1140 

ggcaccatca agccgcacac caagttcgaa tctgaagtgt acattctgtc caaagatgaa 1200 

ggcggccgtc atactccgtt cttcaaaggc taccgtccgc agttctactt ccgtactact 1260 

gacgtgactg gtaccatcga actgccggaa ggcgtagaga tggtaatgcc gggcgacaac 1320 

atcaaaatgg ttgttaccct gatccacccg atcgcgatgg acgacggtct gcgtttcgca 1380 

atccgtgaag gcggccgtac cgttggcgcg ggcgttgtag ctaaagttct gggcaagctt 1440 

accatggtga gcaagggcga ggagctgttc accggggtgg tgcccatcct ggtcgagctg 1500 

gacggcgacg taaacggcca caagttcagc gtgtccggcg agggcgaggg cgatgccacc 1560 

tacggcaagc tgaccctgaa gttcatctgc accaccggca agctgcccgt gccctggccc 1620 

accctcgtga ccaccctgac ctacggcgtg cagtgcttca gccgctaccc cgaccacatg 1680 

aagcagcacg acttcttcaa gtccgccatg cccgaaggct acgtccagga gcgcaccatc 1740 

ttcttcaagg acgacggcaa ctacaagacc cgcgccgagg tgaagttcga gggcgacacc 1800 

ctggtgaacc gcatcgagct gaagggcatc gacttcaagg aggacggcaa catcctgggg 1860 

cacaagctgg agtacaacta caacagccac aacgtctata tcatggccga caagcagaag 1920 

aacggcatca aggtgaactt caagatccgc cacaacatcg aggacggcag cgtgcagctc 1980 

gccgaccact accagcagaa cacccccatc ggcgacggcc ccgtgctgct gcccgacaac 2040 

cactacctga gcacccagtc cgccctgagc aaagacccca acgagaagcg cgatcacatg 2100 

gtcctgctgg agttcgtgac cgccgccggg atcactctcg gcatggacga gctgtacaag 2160 

cttcatcacc atcaccatca ctaactgtac aagtaagaat cccaactgag cgccggtcgc 2220 

taccattacc aacttgtctg gtgtcaaaaa taataggcct actagtcggc cgtacgggcc 2280 



ctttcgtctc gcgcgtttcg gtgatgacgg tgaaaacctc tgacacatgc agctcccgga 2340 

gacggtcaca gcttgtctgt aagcggatgc cgggagcaga caagcccgtc agggcgcgtc 2400 

agcgggtgtt ggcgggtgtc ggggctggct taactatgcg gcatcagagc agattgtact 2460 

gagagtgcac catatgcggt gtgaaatacc gcacagatgc gtaaggagaa aataccgcat 2520 

caggcggcct taagggcctc gtgatacgcc tatttttata ggttaatgtc atgataataa 2580 

tggtttctta gacgtcaggt ggcacttttc ggggaaatgt gcgcggaacc cctatttgtt 2640 

tatttttcta aatacattca aatatgtatc cgctcatgag acaataaccc tgataaatgc 2700 

ttcaataata ttgaaaaagg aagagtatga gtattcaaca tttccgtgtc gcccttattc 2760 

ccttttttgc ggcattttgc cttcctgttt ttgctcaccc agaaacgctg gtgaaagtaa 2820 

aagatgctga agatcagttg ggtgcacgag tgggttacat cgaactggat ctcaacagcg 2880 

gtaagatcct tgagagtttt cgccccgaag aacgttttcc aatgatgagc acttttaaag 2940 

ttctgctatg tggcgcggta ttatcccgta ttgacgccgg gcaagagcaa ctcggtcgcc 3000 

gcatacacta ttctcagaat gacttggttg agtactcacc agtcacagaa aagcatctta 3060 

cggatggcat gacagtaaga gaattatgca gtgctgccat aaccatgagt gataacactg 3120 

cggccaactt acttctgaca acgatcggag gaccgaagga gctaaccgct tttttgcaca 3180 

acatggggga tcatgtaact cgccttgatc gttgggaacc ggagctgaat gaagccatac 3240 

caaacgacga gcgtgacacc acgatgcctg tagcaatggc aacaacgttg cgcaaactat 3300 

taactggcga actacttact ctagcttccc ggcaacaatt aatagactgg atggaggcgg 3360 

ataaagttgc aggaccactt ctgcgctcgg cccttccggc tggctggttt attgctgata 3420 

aatctggagc cggtgagcgt gggtctcgcg gtatcattgc agcactgggg ccagatggta 3480 

agccctcccg tatcgtagtt atctacacga cggggagtca ggcaactatg gatgaacgaa 3540 

atagacagat cgctgagata ggtgcctcac tgattaagca ttggtaactg tcagaccaag 3600 

tttactcata tatactttag attgatttaa aacttcattt ttaatttaaa aggatctagg 3660 

tgaagatcct ttttgataat ctcatgacca aaatccctta acgtgagttt tcgttccact 3720 

gagcgtcaga ccccgtagaa aagatcaaag gatcttcttg agatcctttt tttctgcgcg 3780 

taatctgctg cttgcaaaca aaaaaaccac cgctaccagc ggtggtttgt ttgccggatc 3840 

aagagctacc aactcttttt ccgaaggtaa ctggcttcag cagagcgcag ataccaaata 3900 

ctgtccttct agtgtagccg tagttaggcc accacttcaa gaactctgta gcaccgccta 3960 

catacctcgc tctgctaatc ctgttaccag tggctgctgc cagtggcgat aagtcgtgtc 4020 

ttaccgggtt ggactcaaga cgatagttac cggataaggc gcagcggtcg ggctgaacgg 4080 

ggggttcgtg cacacagccc agcttggagc gaacgaccta caccgaactg agatacctac 4140 

agcgtgagct atgagaaagc gccacgcttc ccgaagggag aaaggcggac aggtatccgg 4200 

taagcggcag ggtcggaaca ggagagcgca cgagggagct tccaggggga aacgcctggt 4260 

atctttatag tcctgtcggg tttcgccacc tctgacttga gcgtcgattt ttgtgatgct 4320 

cgtcaggggg gcggagccta tggaaaaacg ccagcaacgc ggccttttta cggttcctgg 4380 

ccttttgctg gccttttgct cacatgttct ttcctgcgtt atcccctgat tctgtggata 4440 

accgtattac cgcctttgag tgagctgata ccgctcgccg cagccgaacg accgagcgca 4500 

gcgagtcagt gagcgaggaa gcggaag 4527 

210> SEQ ID NO 2 
211> LENGTH: 3651 
212> TYPE: DNA 

213> ORGANISM: Artificial Sequence 
2 2 0> FEATURE: 

223> OTHER INFORMATION: Description of Artificial Sequence: Domain 3 of 

EF-Tu-GFP-His of vector pEGFP 
4 0 0> SEQUENCE: 2 

agcgcccaat acgcaaaccg cctctccccg cgcgttggcc gattcattaa tgcagctggc 60 

acgacaggtt tcccgactgg aaagcgggca gtgagcgcaa cgcaattaat gtgagttagc 120 

tcactcatta ggcaccccag gctttacact ttatgcttcc ggctcgtatg ttgtgtggaa 180 

ttgtgagcgg ataacaattt cacacaggaa acagctatga ccatgattac gccaagcttg 240 

catgcctgca gcgctaagcc gggcaccatc aagccgcaca ccaagttcga atctgaagtg 300 

tacattctgt ccaaagatga aggcggccgt catactccgt tcttcaaagg ctaccgtccg 360 

cagttctact tccgtactac tgacgtgact ggtaccatcg aactgccgga aggcgtagag 420 

atggtaatgc cgggcgacaa catcaaaatg gttgttaccc tgatccaccc gatcgcgatg 480 

gacgacggtc tgcgtttcgc aatccgtgaa ggcggccgta ccgttggcgc gggcgttgta 54 0 

gctaaagttc tgggctgcaa gcttaccatg gtgagcaagg gcgaggagct gttcaccggg 600 

gtggtgccca tcctggtcga gctggacggc gacgtaaacg gccacaagtt cagcgtgtcc 660 

ggcgagggcg agggcgatgc cacctacggc aagctgaccc tgaagttcat ctgcaccacc 720 



ggcaagctgc ccgtgccctg gcccaccctc gtgaccaccc tgacctacgg cgtgcagtgc 780 

ttcagccgct accccgacca catgaagcag cacgacttct tcaagtccgc catgcccgaa 840 

ggctacgtcc aggagcgcac catcttcttc aaggacgacg gcaactacaa gacccgcgcc 900 

gaggtgaagt tcgagggcga caccctggtg aaccgcatcg agctgaaggg catcgacttc 960 

aaggaggacg gcaacatcct ggggcacaag ctggagtaca actacaacag ccacaacgtc 1020 

tatatcatgg ccgacaagca gaagaacggc atcaaggtga acttcaagat ccgccacaac 1080 

atcgaggacg gcagcgtgca gctcgccgac cactaccagc agaacacccc catcggcgac 1140 

ggccccgtgc tgctgcccga caaccactac ctgagcaccc agtccgccct gagcaaagac 1200 

cccaacgaga agcgcgatca catggtcctg ctggagttcg tgaccgccgc cgggatcact 1260 

ctcggcatgg acgagctgta caagcttcat caccatcacc atcactaact gtacaagtaa 1320 

gaatcccaac tgagcgccgg tcgctaccat taccaacttg tctggtgtca aaaataatag 1380 

gcctactagt cggccgtacg ggccctttcg tctcgcgcgt ttcggtgatg acggtgaaaa 1440 

cctctgacac atgcagctcc cggagacggt cacagcttgt ctgtaagcgg atgccgggag 1500 

cagacaagcc cgtcagggcg cgtcagcggg tgttggcggg tgtcggggct ggcttaacta 1560 

tgcggcatca gagcagattg tactgagagt gcaccatatg cggtgtgaaa taccgcacag 1620 

atgcgtaagg agaaaatacc gcatcaggcg gccttaaggg cctcgtgata cgcctatttt 1680 

tataggttaa tgtcatgata ataatggttt cttagacgtc aggtggcact tttcggggaa 1740 

atgtgcgcgg aacccctatt tgtttatttt tctaaataca ttcaaatatg tatccgctca 1800 

tgagacaata accctgataa atgcttcaat aatattgaaa aaggaagagt atgagtattc 1860 

aacatttccg tgtcgccctt attccctttt ttgcggcatt ttgccttcct gtttttgctc 1920 

acccagaaac gctggtgaaa gtaaaagatg ctgaagatca gttgggtgca cgagtgggtt 1980 

acatcgaact ggatctcaac agcggtaaga tccttgagag ttttcgcccc gaagaacgtt 2040 

ttccaatgat gagcactttt aaagttctgc tatgtggcgc ggtattatcc cgtattgacg 2100 

ccgggcaaga gcaactcggt cgccgcatac actattctca gaatgacttg gttgagtact 2160 

caccagtcac agaaaagcat cttacggatg gcatgacagt aagagaatta tgcagtgctg 2220 

ccataaccat gagtgataac actgcggcca acttacttct gacaacgatc ggaggaccga 2280 

aggagctaac cgcttttttg cacaacatgg gggatcatgt aactcgcctt gatcgttggg 2340 

aaccggagct gaatgaagcc ataccaaacg acgagcgtga caccacgatg cctgtagcaa 2400 

tggcaacaac gttgcgcaaa ctattaactg gcgaactact tactctagct tcccggcaac 2460 

aattaataga ctggatggag gcggataaag ttgcaggacc acttctgcgc tcggcccttc 2520 

cggctggctg gtttattgct gataaatctg gagccggtga gcgtgggtct cgcggtatca 2580 

ttgcagcact ggggccagat ggtaagccct cccgtatcgt agttatctac acgacgggga 2 64 0 

gtcaggcaac tatggatgaa cgaaatagac agatcgctga gataggtgcc tcactgatta 2700 

agcattggta actgtcagac caagtttact catatatact ttagattgat ttaaaacttc 2760 

atttttaatt taaaaggatc taggtgaaga tcctttttga taatctcatg accaaaatcc 2820 

cttaacgtga gttttcgttc cactgagcgt cagaccccgt agaaaagatc aaaggatctt 2880 

cttgagatcc tttttttctg cgcgtaatct gctgcttgca aacaaaaaaa ccaccgctac 2940 

cagcggtggt ttgtttgccg gatcaagagc taccaactct ttttccgaag gtaactggct 3000 

tcagcagagc gcagatacca aatactgtcc ttctagtgta gccgtagtta ggccaccact 3060 

tcaagaactc tgtagcaccg cctacatacc tcgctctgct aatcctgtta ccagtggctg 3120 

ctgccagtgg cgataagtcg tgtcttaccg ggttggactc aagacgatag ttaccggata 3180 

aggcgcagcg gtcgggctga acggggggtt cgtgcacaca gcccagcttg gagcgaacga 3240 

cctacaccga actgagatac ctacagcgtg agctatgaga aagcgccacg cttcccgaag 3300 

ggagaaaggc ggacaggtat ccggtaagcg gcagggtcgg aacaggagag cgcacgaggg 3360 

agcttccagg gggaaacgcc tggtatcttt atagtcctgt cgggtttcgc cacctctgac 3420 

ttgagcgtcg atttttgtga tgctcgtcag gggggcggag cctatggaaa aacgccagca 3480 

acgcggcctt tttacggttc ctggcctttt gctggccttt tgctcacatg ttctttcctg 3540 

cgttatcccc tgattctgtg gataaccgta ttaccgcctt tgagtgagct gataccgctc 3600 

gccgcagccg aacgaccgag cgcagcgagt cagtgagcga ggaagcggaa g 3651 

210> SEQ ID NO 3 
211> LENGTH: 42 
212> TYPE: DNA 

213> ORGANISM: Artificial Sequence 
2 2 0> FEATURE: 

223> OTHER INFORMATION: Description of Artificial Sequence: Synthetic 

oligonucleotide 
4 0 0> SEQUENCE: 3 

gacgagctgt acaagtaaag cggccgcgac tctagaattc ca 42 



<210> SEQ ID NO 4 
<211> LENGTH: 44 
<212> TYPE: DNA 

<213> ORGANISM: Artificial Sequence 
<2 2 0> FEATURE: 

<223> OTHER INFORMATION: Description of Artificial Sequence: Synthetic 

oligonucleotide 
<2 2 0> FEATURE: 
<221> NAME/KEY: CDS 
<222> LOCATION: (2).. (28) 
<400> SEQUENCE: 4 

g tac aag ctt cat cac cat cac cat cac taactgtaca agtaag 44 
Tyr Lys Leu His His His His His His 

1 5 

<210> SEQ ID NO 5 
<211> LENGTH: 44 
<212> TYPE: DNA 

<213> ORGANISM: Artificial Sequence 
<2 2 0> FEATURE: 

<223> OTHER INFORMATION: Description of Artificial Sequence: Synthetic 

oligonucleotide 
<400> SEQUENCE: 5 

ttcgaagtag tggtagtggt agtgattgac atgttcattc ttaa 44 

<210> SEQ ID NO 6 
<211> LENGTH: 9 
<212> TYPE: PRT 

<213> ORGANISM: Artificial Sequence 
<22 0> FEATURE: 

<223> OTHER INFORMATION: Description of Artificial Sequence: Synthetic 

peptide 
<400> SEQUENCE: 6 

Tyr Lys Leu His His His His His His 

1 5 

<210> SEQ ID NO 7 
<211> LENGTH: 21 
<212> TYPE: DNA 

<213> ORGANISM: Artificial Sequence 
<2 2 0> FEATURE: 

<223> OTHER INFORMATION: Description of Artificial Sequence: Synthetic 

oligonucleotide 
<2 2 0> FEATURE: 
<221> NAME/KEY: CDS 
<222> LOCATION: (1)..(21) 
<400> SEQUENCE: 7 

act age tgc age atg tct aaa 21 
Thr Ser Cys Ser Met Ser Lys 
1 5 

<210> SEQ ID NO 8 
<211> LENGTH: 7 
<212> TYPE: PRT 

<213> ORGANISM: Artificial Sequence 
<2 2 0> FEATURE: 

<223> OTHER INFORMATION: Description of Artificial Sequence: Synthetic 
peptide 



<400> SEQUENCE: 8 

Thr Ser Cys Ser Met Ser Lys 
1 5 



<210> SEQ ID NO 9 
<211> LENGTH: 21 
<212> TYPE: DNA 

<213> ORGANISM: Artificial Sequence 
<2 2 0> FEATURE: 

<223> OTHER INFORMATION: Description of Artificial Sequence: Syntheti 

oligonucleotide 
<2 2 0> FEATURE: 
<221> NAME/KEY: CDS 
<222> LOCATION: (1)..(21) 
<400> SEQUENCE: 9 

ctg ggc aag ctt acc atg gtg 

Leu Gly Lys Leu Thr Met Val 
1 5 

<210> SEQ ID NO 10 
<211> LENGTH: 7 
<212> TYPE: PRT 

<213> ORGANISM: Artificial Sequence 
<2 2 0> FEATURE: 

<223> OTHER INFORMATION: Description of Artificial Sequence: Syntheti 

peptide 
<400> SEQUENCE: 10 

Leu Gly Lys Leu Thr Met Val 
1 5 

<210> SEQ ID NO 11 
<211> LENGTH: 21 
<212> TYPE: DNA 

<213> ORGANISM: Artificial Sequence 
<2 2 0> FEATURE: 

<223> OTHER INFORMATION: Description of Artificial Sequence: Syntheti 

oligonucleotide 
<2 2 0> FEATURE: 
<221> NAME/KEY: CDS 
<222> LOCATION: (1)..(21) 
<400> SEQUENCE: 11 

act age tgc age get aag ccg 

Thr Ser Cys Ser Ala Lys Pro 
1 5 

<210> SEQ ID NO 12 
<211> LENGTH: 7 
<212> TYPE: PRT 

<213> ORGANISM: Artificial Sequence 
<2 2 0> FEATURE: 

<223> OTHER INFORMATION: Description of Artificial Sequence: Syntheti 

peptide 
<400> SEQUENCE: 12 

Thr Ser Cys Ser Ala Lys Pro 
1 5 

<210> SEQ ID NO 13 
<211> LENGTH: 24 
<212> TYPE: DNA 



<213> ORGANISM: Artificial Sequence 
<2 2 0> FEATURE: 

<223> OTHER INFORMATION: Description of Artificial Sequence: Synthetic 

oligonucleotide 
<2 2 0> FEATURE: 
<221> NAME/KEY: CDS 
<222> LOCATION: (1)..(24) 
<400> SEQUENCE: 13 

ctg ggc tgc aag ctt acc atg gtg 24 

Leu Gly Cys Lys Leu Thr Met Val 
1 5 

<210> SEQ ID NO 14 
<211> LENGTH: 8 
<212> TYPE: PRT 

<213> ORGANISM: Artificial Sequence 
<2 2 0> FEATURE: 

<223> OTHER INFORMATION: Description of Artificial Sequence: Synthetic 

peptide 
<400> SEQUENCE: 14 

Leu Gly Cys Lys Leu Thr Met Val 
1 5 



